Abstract
0
affects melon (Cucumis melo L.) and due to the reduction of melon yield. In this study, one material
1
GanTianmi with thin peel and another material XueLianHua with thick peel were selected. After 1 2 inoculating the powdery mildew, both materials were used to do the RNA-Seq. In total two RNA-seq with log2 (FC) less than negative one were down-regulated genes.
0 3
Different expressed genes annotation and transcription factor analysis 1 0 4
The GO annotation information of the candidate genes was got from the GO databases 1 0 5 (Table S1 ).
2 2
In the alignment analysis, the proportion of clean data was mapped to the genome of Cucumis melo. Cucumis melo and 80435970 of them could be mapped to genes (99.59% in exon) (Table S2) .
2 7
The expression level of the genes 1 2 8
From the RNA sequencing, all the expression levels of the genes in the Cucumis melo genome were 1 2 9
calculated. For the materials G, total 7222 genes were not expressed as the RPKM of these genes were 1 3 0 zero; total 6377 genes were low expressed as the RPKM of these genes were between zero and one; 1 3 1 total 8944 genes were medium expressed as the RPKM of these genes were between one and ten; total 1 3 2
4884 genes were high expressed as the RPKM of these genes were more than 10; For the materials H, 1 3 3 total 7275 genes were not expressed; total 6237 genes were low expressed; total 9103 genes were 1 3 4 medium expressed a; total 4841 genes were high expressed (Table S3, Table 1 , Figure 1 ).
3 5
For the no expressed genes there were 6549 genes (82.7%) that could be detected in both materials, 673 Figure 1 ).
4 3
The different expression genes 1 4 4
To find out the different expression genes between the two materials G and H, the software 1 4 5
Deseq2 were used and the genes with the absolute value of log2FC more than one and Q_value 1 4 6 less than 0.05 could be considered as different expression genes. In this research, there were 769 1 4 7 different expression genes. Among them, 726 were up-regulation genes and the other 43 were 1 4 8
down-regulation genes (Table S4 , Figure 2 ). 1 4 9
The annotation with different expression gene 1 5 0
All the different expression genes were annotated with GO, KEEG and KOG. Table S3 . The RPKM value of all the genes in the material G and H 3 1 3 Table S4 . The log2FoldChange value and FDR value of the DEGs between the materials G and H 3 1 4 Table S5 . The detail GO annotation information of DESs between the materials G and H 3 1 5 Table S6 . The detail KEGG annotation information of DESs between the materials G and H 3 1 6 Table S7 . The detail KOG annotation information of DESs between the materials G and H 3 1 7 
